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General information 



LIP1JDANRU 
P20261 

Created^- . ^ v Rel. 17, 1-FEB-1991 
Sequence update ; Rel. 27, 1-OCT-1993 
Annotation updated Rel. 41, 15-JUN-2002 



Description and origin of the Protein 



XP-002230351 




Description 
Gene name(s); v 
Organism source 
Taxonomy ^ / * ' • 



Lipase 1 precursor (EC 3.1 .1 .3). 
LIP1. 

Candida rugosa (Yeast) (Candida cylindracea). 

Eukaryota; Fungi; Ascomycota; Saccharomycotina; Saccharomycetes; Saccharomycetales; 
mitosporic Saccharomycetales; Candida. 
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CATALYTIC ACTIVITY 
SIMILARITY 



TRIACYLGLYCEROL + H(2)0 = DIACYLGLYCEROL + A FATTY ACID 
ANION. 

BELONGS TO THE TYPE-B CARBOXYLESTERASE/LIPASE FAMILY. 



This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of 
Bioinformatics and the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use 
by non-profit institutions as long as its content is in no way modified and this statement is not removed. Usage by 
and for commercial entities requires a license agreement (See http://www.isb-sib.ch/announce/ or send an email to 
license@isb-sib.ch). 
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Sequence information; ; ^ 



Length: 549 aa, molecular weight: 58550 Da, CRC64 checksum: 27A40BD318757CE0 

MELALALSLI ASVAAAPTAT LANGDTITGL NAI INEAFLG IPFAEPPVGN LRFKDPVPYS 

GSLDGQKFTS YGPSCMQQNP EGTYEENLPK AALDLVMQSK VFEAVSPSSE DCLTINWRP 

PGTKAGANLP VMLWI FGGGF EVGGTSTFPP AQMITKS I AM GKPIIHVSVN YRVSSWGFLA 

GDEIKAEGSA NAGLKDQRLG MQWVADN I AA FGGDPTKVTI FGESAGSMSV MCHILWNDGD 

NTYKGKPLFR AGIMQSGAMV PSDAVDGIYG NEIFDLLASN AGCGSASDKL ACLRGVSSDT 

LEDATNNTPG FLAYSSLRLS YLPRPDGVNI TDDMYALVRE GKYANIPVIT GDQNDEGTFF 

GTSSLNVTTD AQAREYFKQS FVHASDAEID TLMTAYPGDI TQGS PFDTGI LNALTPQFKR 

I SAVLGDLGF TLARRYFLNH YTGGTKYSFL SKQLSGLPVL GTFHSNDIVF QDYLLGSGSL 

IYNNAFIAFA TDLDPNTAGL LVKWPEYTSS SQSGNNLMMI NALGLYTGKD NFRTAGYDAL 
FSNPPSFFV 

// 
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Title: EP0200961 6^001 0.PROT 
Application Date: 07-Feb-2003 

>>SWALL: LIP1_CANRU P20261 Lipase 1 precursor {EC 3.1.1.3 {549 aa) Ol-Feb-1991 
initn: 3466 initl: 3466 opt: 3468 Z-score: 3919.8 bits: 735.1 E(): 3.8e-210 
Smith-Waterman score: 3468; 96.276% identity {96.276% ungapped) in 537 aa overlap (11- 

10 20 30 40 50 

EP02 00 SMNSRGPAGRLGS VPTATLANGDTITGLNAI INEAFLGI PFAEPPVGNLRFKDPVPYS 



SWALL: MELALALSLIASVAAAPTATLANGDTITGLNAI INEAFLGI PFAEPPVGNLRFKDPVPYS 
10 20 30 40 50 60 

60 70 80 90 100 110 

EP02 0 0 GSLDGQKFTSYGPSCMQQNPEGTYEENLPKAALDLVMQSKVFEAVSPSSEDCLTINVVRP 

SWALL : GSLDGQKFTSYGPSCMQQNPEGTYEENLPKAALDLVMQSKVFEAVSPSSEDCLTINWRP 
70 80 90 100 110 120 

120 130 140 150 160 170 

EP02 0 0 PGTKAGANLPVMLWIFGGGFEVGGTSTFPPAQMITKSIAMGKPIIHVSVNYRVSSWGFLA 

SWALL : PGTKAGANLPVMLWIFGGGFEVGGTSTFPPAQMITKS IAMGKPI IHVSVNYRVSSWGFLA 
13 0 14 0 15 0 160 17 0 18 0 

180 190 200 210 220 230 

EP02 00 GDEIKAEGSANAGLKDQRMGMQWVADNIAAFGGDPTKVTIFGESAGSMSVMCHILWNDGD 



SWALL : GDE I KAEGS ANAGLKDQRLGMQWVADNI AAFGGDPTKVTI FGE SAGSMSVMCHILWNDGD 
190 200 210 220 230 240 

240 250 260 270 280 290 

EP02 00 NTYKGKPLFRAGIMQSGAJyTVPSDAVDGVYGNEIFDLLASDAGCGSASDKLACLRGVSSDT 

SWALL: NTYKGKPLFRAGIMQSGAMVPSDAVDGIYGNEIFDLLASNAGCGSASDKLACLRGVSSDT 
250 260 270 280 290 300 

300 310 320 330 340 350 

EP02 00 LEDATNNTPGFLAYSSLRLSYLPRPDGVNITDDMFALVREGKYASVPVIIGDQNDEGTFF 



SWALL : LEDATNNTPGFLAYS SLRLS YLPRPDGVNITDDMYALVREGKYANIPVI IGDQNDEGTFF 
310 320 330 340 350 360 

360 370 380 390 400 410 

EP0 2 0 0 GTS S LNVTTDAEARQ YFTQ SFVHASDAELDTLMTAYFQD I TQGS PFDTGVLNALTPQFKR 

SWALL : GTSSLNVTTDAQAREYFKQSFVHASDAEIDTLMTAYPGDITQGSPFDTGILNALTPQFKR 
370 380 390 400 410 420 

420 430 440 450 460 470 

EP02 0 0 ISAVLGDLAFIHARRYFLNHYTGGTKYSFLSKQLSGLPVLGTFHSNDIVFQDYLLGSGSL 

SWALL: ISAVLGDLGFTLARRYFLNHYTGGTKYSFLSKQLSGLPVLGTFHSNDIVFQDYLLGSGSL 
430 440 450 460 470 480 

480 490 500 510 520 530 

EP02 00 IYNNAFIAFATDLDPNTAGLLVKWPEYTSSSQSGNNLMMINALGLYTGKDNSRTAGYDAL 

SWALL : IYNNAFIAFATDLDPNTAGLLVKWPEYTSSSQSGNNLMMINALGLYTGKDNFRTAGYDAL 
490 500 510 520 530 540 
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EP0200 FSNPPSFFV 
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SWALL : FSNPPSFFV 
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